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gene ENSG00000108518
P rotein coding

primary transc ript ENST00000572383

coding sequence ENSP 00000460363

MHSRPRRRRRRGHTRRRP PV LPFGG,,GSGGA RA A A Q RA EPRSGRQ RV PRA LRLPPP A SRGSSSPV RGPSSSA ESSPSSSA MA GWNA Y IDNLM A DGTC Q DA A IV GYKDSP SV WA A V PGKTFV NIT,,P A EV GV LV GKDRSSFY
V NGLTLGGQ KC SV IRDSLLQ DGEFSM165 amino ac ids   =  17 .5  kDa

primary transc ript ENST00000225655

coding sequence ENSP 00000225655

MA GWNA YIDNLMA DGTC Q DA A IV GYKDSP SV WA A V PGKT FV NIT,,PA EV GV LV GKDRSSFY V NGLT LGGQ KC SV IRDSLLQ DGEFSMDLRTKSTGGA P TFNV T V TKTDK,,TLV LLMGKEGV HGGLINKKC YEMA SHLRRSQ
Y*140 amino ac ids   =  15 .1  kDa

primary transc ript ENST00000574872

coding sequence ENSP 00000465019

MGA WFLFQ P A EV GV LV GKDRSSFYV NGLTLGGQ KC SV IRDSLLQ DGEFSMDLRTKSTGGA PT FNV TV TKTDK,,T LV LLMGKEGV HGGLINKKC YEMA SHLRRSQ Y*

104 amino ac ids   =  11 .4  kDa

WT=T
SNV =G

primary transc ript ENST00000519266
P rotein coding

primary transc ript ENST00000520221
P rotein coding

gene ENSG00000108515
P rotein coding



GA ATC TTGGTGC A C TGA C TA A C T TG
44% GC   /  7672.1  Da

A C TA A C TTGATGGGC GC TTG
50% GC   /  6148.1  Da

T C TTGGTA C GA A GATC C ATGC TA A ATTC C C C ATC C T GC A GC A GTGA GTC C C GGATC A C C GA A C ATTT C TGGC C C C C A A GT GTC A GC C C ATT C A C GTA A A A
51% GC   /  30,586.8 Da

C C C GGATC A C C GA A C C T TTC
60% GC   /  5997.9  Da

A A GA A C T C A A A C GATGA A C TC GATG
40% GC   /  7692.1  Da


